Self-contained subsets method for estimation of gene frequencies of truncated genetic data.
The self-contained subsets method subdivides a genetic data set into a number of subsets from which estimates are computed. The advantage of such a method is that when a subset is suspected of containing unreliable data then discarding that subset will not invalidate the remaining subsets for estimation. Thus, the complicated computation required to deal with truncated data can be avoided. In this paper, using estimation of gene frequencies as an example for one subset case, the marginal distribution of a subset total is derived and then, using this distribution, the variance of the frequency estimate of a gene frequency from the subdivision method is calculated. The subdivision method is also applied to impute the number of people of a truncated group. Finally, more complex cases where there are multiple subsets available for estimation are discussed. Results are compared to those of previous studies.